Isolation
The fermentation broth (9 liters) was centrifuged and the mycelial cake was extracted with methanol. After removal of methanol in vacuo, the concentrate was diluted with diethyl ether and the degreased precipitate (41g) was dissolved in a mixture of 25% 2-propanol in water column was developed with a gradient of 25% to 60% 2-propanol. The eluted active principle was lyophilized after concentration in vacuo (3.2g). The powder was dissolved in methanol and subjected to molecular sieve cm), which was developed with the same solvent. At first 3874 H3 was eluted, followed by a mixture of 3874 H2 The molecular weights of 3874 H1 and H3 were determined to be 1099.6 (M+H)+ and 1074.5 (M +H)+, respectively, by positive electron spray ionisation (ESI) MS. In negative ESI MS mode, these were 1097.5 and 1072.4 (M-H)-. In addition to the compounds 3874 H1 and H3, Streptomyces sp. HAG 003874 produces a minor component 3874 H2, which has been isolated by HPLC with retention time of 13.62 minutesa. Its structure has been deduced from spectroscopic data, particularly from its mass spectrometric fragmentation pattern with reference to that of 3874 H1: positive ESI-MS (m/z):
1113.6 (M+H)+, 134 (N-methylamino benzoyl+). (Fig.  2) .
The UV absorption spectra of the 3874 antibiotics identified the characteristic chromophore as a conjugated heptaene, but the maxima correspond to those of the vacidin3) type compounds with two cis double bonds rather than to the all-trans amphotericin B type heptaenes. Primary analyses of DQF-COSY and HMQC spectra revealed the presence of 18 olefinic protons, 1 anomeric proton, 11-CHOR-fragments (with R either H or C), 3-CHCH3-(including 1 RO-CHCH3) and 13-CH2-fragments. In addition, two methin groups with carbon chemical shifts at 61.86 and 57.18ppm, respectively, and one methyl group coupled with an olefinic proton were observed. The 13C-spectrum also indicated the presence of a keto function (signal at 202.34ppm), two carboxyl functions and one hemiketal group.
Using the DQF-COSY and HMQC spectra in combination with the TOCSY and the HMQC-TOCSY spectra several substructures could be assigned. The first substructure corresponded to a diene system (H44 to H47) easily assigned by analysis of the TOCSY spectrum. H44 did not show any further homonuclear coupling whereas H47 was coupled with a methyl group at 1.24 ppm (H48). The second substructure contained the heptaene system. Although the analysis was more difficult due to spectral overlap in the olefinic region (H24/H26, H33/H34) all protons (H22-H35) could be attributed unambiguously. Using the terminal protons (H22 and H35) as starting points the adjacent spin systems H36 to H42 and H21 to H16 were assigned by homonuclear couplings in the DQF-COSY and TOCSY spectra.
For the assignment of the third substructure from H2 For the double bond between C44 and C45 was found a trans configuration which was proved by a large coupling constant between the corresponding protons (JH44,H45=16.0Hz). The absence of an ROE between H45 and the terminal methyl group H48 indicated trans configuration of the double bond between C46 and C47. The NMR spectra of 3874 H1 showed a high degree of homology to the spectra of 3874 H3. Only the signals corresponding to the terminal diene systems were missing instead of four additional aromatic protons observed for a para-substituted benzene. In view of the molecular weight and the UV spectrum the structure of 3874 H1 was determined as shown in Figure 1 . NMR Spectroscopy: All NMR spectra were collected on Bruker AMX 500 operating at 500MHz. All spectra H3 or H1 in 0.6ml CD3OD, respectively. The data were processed on an indigo 2 station (Silicon Graphics) with the XWINNMR software from Bruker.
Homonuclear experiments, COSY, TOCSY and ROESY, were performed with a spectral width of 8ppm. In all of the experiments, spectra were recorded with 512 increments in t1 and 4096 complex data points in t2. For the ROESY 32 transients were averaged for each t1 value, for COSY and TOCSY 16 transients. Mixing times of 70 or 150ms were used for TOCSY (spin lock field 10kHz, mixing sequence MLEV17) and ROESY spectra, respectively.
For HMQC (heteronuclear multiple quantum coherence spectroscopy) spectra 512 increments (32 scans) with 2048 complex data points in t2 were collected using a sweep width of 8ppm in the proton and 165ppm in the carbon dimension. The HMQC-TOCSY was recorded under the same conditions but using 64 scans and a mixing time of 80ms (spin lock field 10kHz, mixing sequence MLEV17). The HMBC spectrum was acquired with a sweep width of 8ppm in the proton and 200ppm in the carbon dimension. A total of 96 transients were averaged for each of 512 increments in t1, and 4096 complex points in t2 were recorded. A delay of 70ms was taken for the development of long range correlations. Subsequently, 120ml of culture liquid were uniformly dispersed in a sterile 500ml Erlenmeyer flask with a nutrient medium oatmeal infusion, 2.0g/liter, to which 15g agar/liter have also been added for solidification, 
